Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.004 Å; R factor = 0.064; wR factor = 0.185; data-to-parameter ratio = 13.0.
C 14 H 12 N 2 O 2 M r = 240.26 Monoclinic, P2 1 =n a = 4.883 (2) Å b = 8.212 (3) Å c = 14.575 (6) Å = 95.267 (6) V = 582.0 (4) Å 3 Z = 2 Mo K radiation = 0.09 mm À1 T = 295 K 0.12 Â 0.10 Â 0.08 mm
Data collection
Bruker APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2001) T min = 0.989, T max = 0.993 4234 measured reflections 1079 independent reflections 814 reflections with I > 2(I) R int = 0.039 Refinement R[F 2 > 2(F 2 )] = 0.064 wR(F 2 ) = 0.185 S = 1.00 1079 reflections 83 parameters H-atom parameters not refined Á max = 0.62 e Å À3 Á min = À0.23 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1 2 ; y þ 1 2 ; Àz þ 3 2 .
Data collection: APEX2 (Bruker, 2004) ; cell refinement: SAINT-Plus (Bruker, 2001) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of (I), drawn with 50% probability displacement ellipsoids. 
Figures
R[F 2 > 2σ(F 2 )] = 0.064 H-atom parameters not refined wR(F 2 ) = 0.185 w = 1/[σ 2 (F o 2 ) + (0.103P) 2 + 0.3322P] where P = (F o 2 + 2F c 2 )/3 S = 1.00 (Δ/σ) max < 0.
